inhibition and neuraminidase inhibition assays. Nine samples that tested positive for H5 and N6 were chosen for RNA extraction and sequencing in this study.
Complete genomes of the H5N6 and H6N6 AIVs were amplified by using a Qiagen OneStep RT-PCR Kit (Qiagen, Germany). PCR products were purified and sequenced on an ABI 3730XL automatic DNA analyzer. All 8 gene segments were sequenced; the nucleotide sequences were deposited into the Global Initiative on Sharing Avian Influenza Data (GISAID) (accession numbers: EPI_ISL_205959-EPI_ISL_206569).
Data Source and Analyses
All previously published H5, H6N6, and H9N2 AIV subtype sequences were collated from GenBank and the Global Initiative on Sharing Avian Influenza Data (GISAID) on 3 January 2016. Sequences of each gene segment were aligned by using MUSCLE (1) . Phylogenetic trees were constructed by using RAxML (2), and the 94 sequences (Technical Appendix Table) most closely related to the H5N6 outbreak isolates were selected for further refined analyses. Maximum likelihood phylogenies were reconstructed by using PhyML with bootstrap analysis (1,000 replicates) (3). 
